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Supplementary Table-1: Mutation Patterns in 340 HBV genotype C1 strains retrieved from GenBank and 24 isolates Cambodian in the 

study 
 

 340 C1 strains in GenBank 24 Cambodian 

Mutation Pattern 
Sum of  

n (%) 

ASC# 

n (%) 

HIV+HBV 

n (%) 

CH 

n (%) 

LC/HCC 

n (%) 

Unknown 

n (%) 

Sum of n 

(%)   

 pattern 1 to 9 
32 

(9.41) 

3 

(3.1) 
0 

19 

(12.8) 

9 

(42.9) 

1 

(1.7) 

5 

(20.83) 

pattern 10 & 11 
4 

(1.18) 

2 

(2.1) 
0 0 

2 

(9.5) 
0 0 

Pattern 12 to 23 
77 

(22.65) 

11 

(11.3) 

4 

(30.8) 

32 

(21.5) 

9 

(42.9) 

21 

(35) 

9 

(37.5) 

Pattern 24 to 32 
47 

(13.82) 

12 

(12.4) 

1 

(7.7) 

22 

(14.8) 

1 

(4.8) 

11 

(18.3) 

4 

(16.67) 

Pattern 33 to 48 
163 

(47.94) 

67 

(69.1) 

7 

(53.9) 

64 

(43) 
0 

25 

(41.7) 

5 

(20.83) 

Other 
17 

(5) 

2 

(2.1) 

1 

(7.7) 

12 

(8.1) 
0 

2 

(3.3) 

1 

(4.17) 

Total 
340 

(100) 
97 13 149 21 60 

24 

(100) 

 
ASC#: Asymptomatic Carrier which includes blood donors, occult hepatitis B infection and general population, HIV+HBV: Human Immunodeficiency Virus with Hepatitis B Virus,  

OBI: Occult Hepatitis B Infection, GP: General Population, CH: Chronic Hepatitis, LC/HCC: Liver Cirrhosis/Hepatocellular Carcinoma.  


